SUPPLEMENTAL MATERIAL AND METHODS

Hypoxyprobe
TM staining. Hypoxyprobe TM (pimonidazole hydrochloride [1] ) staining was performed according to the manufacturer's instruction (60 mg/kg body, Chemicon). Hypoxic cells activate pimonidazole hydrochloride and bind 2-nitroimidazole compounds. Oxygen competes for the addition of the first electron to Hypoxyprobe TM , and it is believed that this competition accounts for the oxygen dependence of 2-nitroimidazole reductive activation and binding. The second part of the assay includes a primary antibody reagent that recognizes Hypoxyprobe TM adducts in hypoxic cells. To minimise non-specific background staining, a primary fluorescein (FITC)-conjugated mouse monoclonal antibody directed against pimonidazole protein adducts was used in combination with a secondary mouse anti-FITC Mab conjugated to horseradish peroxidase (HRP) as previously reported [2] .
Real-time PCR (qPCR).
For qPCR analysis, cDNA was generated from 5 mg of total RNA by using Verso cDNA kit (Thermo scientific) and the respective primers. Samples were normalized according to L19 mRNA levels by SYBR green qPCR. The primer sequences were as follows: for Kir6.2 F-so the dataset was reduced to 315 unique genes. The "mcxarray" program from MCL clustering package [10] was used to construct the network from expression data.
Pairwise similarities in gene expression vectors were expressed through the Pearson correlation coefficient (PCC) and a threshold of PCC>0.7 was used to link correlated genes. The resulting network representation of the gene expression experiment included proteins as nodes, edges linked correlated proteins and visualisation was performed with the Cytoscape software [11] . Transcriptomics, proteomics and metabolomics data were analysed by the MetaCoreTM systems biology analysis suite version 5.1 (GeneGo Inc., St. Joseph, MI), using a filtering criterion of p<0.05
(www.genego.com).
Statistical analysis. Statistical analysis was performed using the analysis of variance and Student's t-test. The Kruskal-Wallis test with the Dunn's post test was
used as a nonparametric test. Pairwise comparisons between metabolites were performed using the Bonferroni / Dunn test. Results were given as means±SE. A P value <0.05 was considered significant. interface of the Decyder 2D software (version 6.5, GE healthcare) displays the experimental design view for "triose phosphate isomerase" (spot no 42, Table 1 ) and "creatine kinase" (B, spot no 27, Table 1 ). Note the consistency of the differential expression in the hibernating myocardium. 
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